Sediment top layers (0-1 cm) were sampled at four stations in the Baltic Sea (Stations LF1, LF1.5, LF3, and LF5), positioned along a depth transect from 67 to 135 m into the Fårö Deep (see 1) for a detailed description of sites and sediments). Due to their position relative to the oxycline in the Baltic Sea, bottom water oxygen concentrations varied from oxic (station LF1) to anoxic and sulfidic (station LF5). The sediments were incubated as slurries at 5.2 ºC for approximately 80 days. When assuming a specific growth rate of 0.05 d -1 at this temperature (5), this would allow for on average 4 division cycles. The slurries were incubated under oxic or anoxic conditions, and with or without amendment with glucose, ammonium, and phosphate ("CNP" or "control", respectively) in a triplicate full factorial experimental design (total of 48 incubations). After incubation, whole-cells were separated from the slurries by blending and subsequent density centrifugation according to the method described by Lindahl
underneath. Samples were centrifuged for 1 hour at 10.000 ×g at 4 °C in a Sorvall RC-6 Plus (Thermo Scientific) with a Sorvall HB-6 swing-out rotor (Thermo Scientific). Approximately 27 ml of the top layer was pipetted off and discarded. Three milliliters of sample at the interface between Nycodenz cushion and top layer were transferred to a clean centrifuge tube.
These samples were brought to a volume of 29 ml with 9.34 ‰ NaCl solution, and again a 6 ml Nycodenz cushion was pipetted underneath. Samples were centrifuged under the same conditions for 2 hours. The 3 ml at the Nycodenz-water interface was transferred to a clean centrifuge tube and brought to a volume of 35 ml with 9.34 ‰ NaCl solution and vortexed.
The cells were pelleted by another hour of centrifugation under the same conditions. Thirty milliliters of the supernatant was pipetted off and discarded. The cells were resuspended in the remaining 5 ml. The whole-cell fraction was stained with ELF (ELF ® 97 Endogenous Phosphatase Detection Kit, Molecular Probes; an artificial substrate for phosphatase) for 48 h at room temperature. A detailed description of sediment incubation and sample preparation is given in an accompanying paper (8) .
Flow-cytometric sorting
The experiments were carried out with a modular flow cytometer/cell sorter, MoFlo® (initially from DakoCytomation, Denmark, now Beckman-Coulter, USA), as described in Steenbergh et al. (8) . The instrument was equipped with a Smart Sampler station (an automated oscillating sample probe inside a pressurized chamber) and a CyClone unit, which is a computer-driven robotic table that automatically positions the collection vessel so that sorted events can be deposited according to a predetermined matrix. Data acquisition and analyses were performed with the software package Summit™, version 4.3.01
(DakoCytomation).
Prior to the sorting of every sample, the delay for droplet charging was calibrated with 6 μm Fluoresbrite carboxylate yellow / green (YG) microspheres (Polysciences Inc. Europe, Germany). During the actual sorting, the stability of the jet, droplet formation and position of the break-off point were monitored on-screen with the use of a stroboscopic camera.
Sorting for DNA-extraction was performed on particles in a gate, formed by real events (based on side scatter) and ELF-positive events (UV-laser/530 nm). The gate settings for classifying a particle as ELF-positive were determined as part of a previously published study 
DNA extraction
To reduce the risk of contamination of the samples, we chose to extract DNA from the sorted cells by three cycles of snap-freezing in liquid nitrogen and subsequent thawing, as described in Steenbergh et al. (7) . The extracts were dialyzed using membrane filters (Millipore MF 0.025µm VSWP) to lower the salt content of the samples.
PCR-DGGE
Due to low template concentrations, we used a nested PCR scheme targeting 16S rRNA genes (as described by 7). The first step consisted of 35 cycles (annealing temperature 65-55 ºC; 3), for the second step the profile was reduced to the first 25 cycles. The primers for the first step were F27 (5'-AGA GTT TGA TYM TGG CTC AG-3') and 1492R (5'-TAC GGY TAC CTT GTT ACG ACT-3'), and for the second step GC-F357 (5'-CGC CCG CCG CGC CCC GCG CCC GGC CCG CCG CCC CCG CCC CCC TAC GGG AGG CAG CAG-3') and R518 (5'-ATT ACC GCG GCT GCT GG-3'; all primers: Thermo Fisher Scientific, Ulm, Germany).
DGGE, re-amplification of cut bands and sequencing was performed as described in Steenbergh et al (7) . The 8% acrylamide gels contained a 20 -80% denaturing gradient and were run in a Protean II system (Bio-Rad, USA) at 60 ºC, 100 V for 17 h. All bands were cut and reamplified. The amplicons of 'clean' bands (that is, cut bands that resulted in single bands on DGGE after a maximum of 4 cycles of re-amplification and DGGE analysis) were sequenced (Macrogen, Korea). DGGE bands that did not result in clean bands were regarded to be artefacts and were excluded from further analyses.
Phylogenetic analysis
We assigned phylogenetic tags to the sequences as described by Steenbergh et al (7) . The software package Sequencher 4.2 (Gene Codes Corporation, Ann Arbor, MI) was used to assemble and inspect contigs. Aligning and filtering were performed with mothur (v.1.19.3) (6). All sequences were submitted to the European Nucleotide Archive (ENA; accession numbers LN774886 -LN774969; see supplementary Table S1 ). Phylogenetic tags were assigned using the SILVA database (SILVA Incremental Aligner (SINA) Summary version 1.2.11, September 2014) (4) and with the RDP (Ribosomal Database Project) naïve Bayesian rRNA Classifier (Version 2.2, March 2010; 9). Sequences with < 100% score at the domain level or < 95% score at phylum level were left unclassified ("unclassified"). Similarly, sequences with <95% score at the class level were only classified up to phylum level. The number of DGGE bands that were unclassified was lower using the SILVA database (6 at both phylum and class level) compared to the RDP classifier (18 and 25 at phylum and class level, respectively). We therefore chose the results of the SILVA database for further analysis.
Because of the low number of DGGE bands per sample, and the high number of PCR cycles used for template amplification, we chose to score abundances on basis of presence/absence, not on the relative intensity of the DGGE bands.
To compare the data from the phosphatase-expressing fraction to the whole-cell fraction before sorting, we have re-analyzed data from a previous paper (7) . Phylogenetic tags were now assigned using the SILVA database and DGGE bands were scored according to presence/absence. Due to the larger number of DGGE bands per sample for the unsorted fraction compared to the phosphatase-expressing fraction, not all DGGE bands were cut and reamplified. All bands at a specific retention index were assigned to the same phylogenetic tag. DGGE bands at retention indices at which no bands were cut for sequencing, were labeled as "not sequenced", and bands at indices that contained multiple phylogenetic tags as "mixed phyla". As a result, the number of DGGE bands with a mixed phylogenetic assignment and not-sequenced bands is higher for this unsorted whole-cell fraction.
